Phylogenetic analysis was carried out at http://www.phylogeny.fr/index.cgi using the maximum 20 likelihood method. Species names are shown in the figure followed by the GenBank accession 21 number. The predicted domain was assessed using the SMART interface (http://smart.embl-22 heidelberg.de/). Domain architectures of each protein are drawn by IBS software (1). MTS: 23 mitochondrial targeting sequence. Scerg10 gene under the control of GPD constitutive promoter grown on YEPD, CM and MMTG 43 plates for 2 days at 37 °C. 44 D. 1 x 10 6 conidia of each indicated strain were inoculated on partial repression (MMTG) media 45 supplemented with 0.05 μg/ml itraconazole (ITZ), 0.2 μg/ml voriconazole (VOR) and 8 μg/ml 46 amphotericin B (AMB) and grown for 2.5 days at 37 °C. 6 
